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Supplemental Material, Table 4 RNA extraction and Affymetrix GeneChip array processing. Briefly, lung tissue was homogenized in 2ml Trizol with a Tekmar Tissumizer and saw-tooth generator. One ml of homogenate was subsequently processed according to the manufacturer's (Invitrogen) protocol with the following minor modifications. Two microliters of 5mg/ml glycogen was used as a carrier for the isopropanol precipitation, duration of the isopropanol precipitation was increased to overnight, and all centrifugation times were increased to 15 minutes. RNA pellets were resuspended in Nuclease-free water. Quantitation was performed using a Beckman DU680 or NanoDrop spectrophotometer, and quality assessment was determined by RNA Nano LabChip analysis on an Agilent Bioanalyzer 2100. A Qiagen RNeasy total RNA cleanup protocol was subsequently performed followed by re-quantitation by spectophotometry. For each treatment group, subsequent processing and GeneChip analysis was performed in triplicate.
Affymetrix GeneChip array analysis: Double stranded cDNA was synthesized from 7.5 micrograms of total RNA and was purified by Phenol/Chloroform Extraction followed by Ethanol precipitation. Phase Lock Gels (Eppendorf) were used in conjunction with the extraction protocol and glycogen was utilized during the precipitation. Precipitated and washed cDNAs were resuspended in RNase-free water. cRNA was synthesized from one half of the The arrays were then transferred to the GCS3000 laser scanner (Affymetrix) and scanned at an emission wavelength of 570nm at 2.5 µm resolution. Intensity of hybridization for each 
